integron that harbored the VIM-2 gene associated with two gene cassettes encoding aminoglycosides resistance (aadB and aacA4). However, the molecular investigation of the remaining three strains using primers previously described (3) revealed chromosomic mutations that created premature stop codons in the oprD gene. Complete multilocus sequence typing (MLST) (14) revealed that the 17 strains belong to 4 different sequence types (ST), including ST162 (one isolate), ST654 (one isolate), ST1175 (one isolate), and a new ST, ST1420 (14 isolates), recently submitted to the PubMLST database (http://pubmlst.org/paeruginosa) from China (January, 2013).
To the best of our knowledge, in North Africa, VIM-2-MBLproducing P. aeruginosa isolates have been reported only in Tunisia (8, 9, 11 Our results demonstrate that national surveillance should be urgently implemented in Algeria to monitor and control the emergence and spread of carbapenemase-encoding genes.
Nucleotide sequence accession numbers. The full sequence of the class 1 integron has been deposited in the GenBank database under accession number JX120362.
